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<210> 1 
<211> 340 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> recombinant transposase 
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Met 


Gly 


Lys 


Ser 


Lys 


Glu 


He 


Ser 


Gin 


Asp 


Leu 


Arg Lys 


Lys 


He 


Val 


1 








5 










10 








15 




Asp 


Leu 


His 


Lys 


Ser 


Gly 


Ser 


Ser 


Leu Gly Ala 


He Ser 


Lys 


Arg 


Leu 








20 










25 








30 






Lys 


Val 
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35 
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Ser 


Val 
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40 
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He 


Val 


Arg Lys 
45 
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Val 
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50 
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Leu 
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Arg 
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He 
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Pro 
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75 








80 
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Thr 


Ala 


Lys 
85 
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Leu 


Val 


Lys 


Met 
90 


Leu 


Glu Glu 


Thr 


Gly 
95 


Thr 


Lys 


Val 


Ser 


lie 
100 


Ser 


Thr 


Val 


Lys 


Arg 
105 


Val 


Leu 


Tyr Arg 


His 
110 


Asn 


Leu 


Lys 


Gly 


Arg 
115 


Ser 


Ala 


Arg 


Lys 


Lys 
120 


Pro 


Leu 


Leu 


Gin Asn 
125 


Arg 


His 


Lys 


Lys 


Ala 
130 


Arg 


Leu 


Arg 


Phe 


Ala 
135 


Thr 


Ala 


His 


Gly 


Asp Lys 
140 


Asp 


Arg 


Thr 


Phe 


Trp 


Arg 


Asn 


Val 


Leu 


Trp 


Ser 


Asp 


Glu 


Thr 


Lys He 


Glu 


Leu 


Phe 


145 
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155 








160 


Gly 


His 


Asn 


Asp 


His 
165 


Arg 


Tyr 


Val 


Trp 


Arg 
170 


Lys 


Lys Gly 


Glu 


Ala 
175 


Cys 


Lys 


Pro 


Lys 


Asn 
180 


Thr 


He 


Pro 


Thr 


Val 
185 


Lys 


His 


Gly Gly 


Gly 
190 
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He 
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Leu 


Trp 


Cys 
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Thr 


Gly Ala 


Leu 
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Lys 






195 
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205 
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Gly 


He 


Met 


Arg 


Lys 
215 


Glu 


Asn 


Tyr 


Val 


Asp 
220 


He 


Leu 


Lys 


Gin 


His 


Leu 


Lys 


Thr 


Ser 


Val 


Arg 


Lys 


Leu 


Lys 


Leu Gly Arg 


Lys 


Trp 


Val 


225 










23 0 










235 










240 


Phe 


Gin 


Met 


Asp 


Asn 
245 


Asp 


Pro 


Lys 


His 


Thr 

OCA 

250 


Ser 


Lys 


Val 


Val 


Ala 
255 


Lys 


Trp 


Leu 


Lys 


Asp 
260 


Asn 


Lys 


Val 


Lys 


Val 
265 


Leu 


Glu 


Trp 


Pro 


Ser 
270 


Gin 


Ser 


Pro 


Asp 


Leu 
275 


Asn 


Pro 


He 


Glu 


Asn 
280 


Leu 


Trp 


Ala 


Glu 


Leu 
285 


Lys 


Lys 


Arg 


Val 


Arg 
290 


Ala 


Arg 


Arg 


Pro 


Thr 
295 


Asn 


Leu 


Thr 


Gin 


Leu 
300 


His 


Gin 
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Cys 


Gin 


Glu 


Glu 


Trp 


Ala 


Lys 


He 


His 


Pro 


Thr 


Tyr 


Cys 


Gly 


Lys 


Leu 


Val 


305 










310 










315 










320 


Glu 


Gly 


Tyr 


Pro 


Lys 
325 


Arg 


Leu 


Thr 


Gin 


Val 
330 


Lys 


Gin 


Phe 


Lys 


Gly 
335 


Asn 



Ala Thr Lys Tyr 
340 



<210> 2 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 2 

caaatggcca atgaccccaa gcat 
24 

<210> 3 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 3 

gtcattggcc atttggaaga ccca 
24 

<210> 4 
<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 4 

cgcatcgatg acggccagtg aatt 
24 

<210> 5 



2 



<211> 24 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 5 

gccatcgatc aagcttgcat gcct 
24 

<210> 6 
<211> 43 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 6 

tatcgatact agtttaatta agatctcgag ctagcggccg ctg 
43 

<210> 7 
<211> 45 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 7 

gcggccgcta gctcgagatc ttaattaaac tagtatcgat atgca 
45 

<210> 8 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 8 

agatgtccta actgacttgc c 
21 

<210> 9 
<211> 21 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 9 



3 



gtggtgatcc taactgacct t 
21 

<210> 10 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 10 

tacgccagct ggcgaaag 
18 

<210> 11 
<211> 18 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> primer 
<400> 11 

agctcsctca ttaggcac 
18 

<210> 12 
<211> 29 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> transposon repeat sequence 
<400> 12 

gttcaagtcg gaagtttaca tacacttag 
29 

<210> 13 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> transposon repeat sequence 
<400> 13 

cagtgggtca gaagtttaca tacactaagg 
30 

<210> 14 
<211> 31 
<212> DNA 

<213> Artificial Sequence 
<220> 



4 



<223> transposon repeat sequence 



<400> 14 

cagtgggtca gaagttaaca tacactcaat t 
31 

<210> 15 
<211> 30 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> transposon repeat sequence 
<400> 15 

agttgaatcg gaagtttaca tacaccttag 
30 

<210> 16 
<211> 33 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> transposon repeat sequence 
<400> 16 

cagttgaggt caggaagttt acatacactt aag 
33 

<210> 17 
<211> 8 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> transposon repeat sequence 

<400> 17 
acatacac 
8 

<210> 18 
<211> 226 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> transposon repeat sequence 
<400> 18 

agttgaagtc ggaagtttac atacacttaa gttggagtca ttaaaactcg tttttcaact 
60 

acaccacaaa tttcttgtta acaaacaata gttttggcaa gtcagttagg acatctactt 
120 

tgtgcatgac acaagtcatt tttccaacaa ttgtttacag acagattatt tcacttataa 
180 



5 



ttcactgtat- cacaattcca gtgggtcaga agtttacata cactaa 
226 

<210> 19 
<211> 228 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> transposon repeat sequence 
<400> 19 

ttgagtgtat gttaacttct gacccactgg gaatgtgatg aaagaaataa aagctgaaat 
60 

gaatcattct ctctactatt attctgatat ttcacattct taaaataaag tggtgatcct 
120 

aactgacctt aagacaggga atctttactc ggattaaatg tcaggaattg tgaaaaagtg 
180 

agtttaatgt atttggctaa ggtgtatgta aacttccgac ttcaactg 
228 
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